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Figure 13 



AlaGlnGluProValLysGlyProValSerThr 

1 j » ■ ELI1 

Iaattcgagctcggtaccatacctgcatatgctcaagaaccagttaaaggtcctgtgtctact 
gctcgagccatggtatggacgtatacgagttcttggtcaatttccaggacacagatga 



LysProGlySerCysProIlelleLeuIleArgCysAlaMetLeuAsnProProAsnArff 

63 j * ELI3 

AAGCCAGGTTCTTGTCCTATTATCTTGATTCGTTGCGCTATGTTAAACCCACCTAACCGT 

TTCGGTCOAAGAACAGGATAATAGAACTAAGCAACGCGATACAATTTGGGTGGATTGGCA 
ELI2 < ' 



CysLeuLysAspThrAspCysProGlylleLysLysCysCysGluGlySerCysGlyMet 

123 * » ELI5 

TGTTTGAAGGACACTGATTGTCCAGGTATCAAAAAGTGCTGTGAAGGTTCCTGCGGTATG 

ACAAACTTCCTGTGACTAACAGGTCCATAGTTTTTCACGACACTTCCAAGGACGCCATAC 
ELI4 A 1 



AlaCysPheValProGlnEndEnd 
183 GCTTGTTTCGTTCCACAATAATAG 

CGAACAAAGCAAGGTGTTATTATCCTAG 210 

ELI6 < 
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Figure 14 

Ala Gin Glu Pro Val Lys Gly Pro Val Ser Thr Lys Pro Gly Ser Cys 
GCG CAA GAG CCA GTC AAA GGT CCA GTC TCC ACT AAG CCT GGC TCC TGC 

5' DNA 
Sequence 

Pro He lie Leu lie Arg Cys Ala Met Leu Asn Pro Pro Asn Arg Cys 
CCC ATT ATC TTG ATC CGG TGC GCC ATG TTG AAT CCC CCT AAC CGC TGC 

Leu Lys Asp Thr Asp Cys Pro Gly He Lys Lys Cys Cys Glu Gly Ser 

TTG AAA GAT ACT GAG TGC CCA GGA ATZ AAG AAP TGC TGT GAA GGC TCT 



Cys Gly Met Ala Cys Phe Val Pro Gin 
TGC GGG ATG GCC TGT TTC GTT CCC CAG 



2 = T , C or A 
P = A or G 



Figure 15 



Ala Gl„ CU. Pro Val Lys Gly Pro Val Ser Thr Lys Pro 01, Ser Cys 

GCG CAA GAG CCA GTC AAA GGT CCA GTC TCC ACT AAG CCT GGC TCC TGC 



5' DNA 
Sequence 



Pr „ He He U. He Cys Ala H.t Leu Asn Pro Pro Asn Ar S Cy, 
CCC ATT ATC TTG ATC CGG TGC GCC ATG TTG AAT CCC CCT AAC CGC TGC 

L eu Lys Asp Th c Asp Cys Pro Gly He Lys Lys Cys Cys Glu Gly Ser 

TTG AAA GAT ACT GAC TGC CCA GGA ATZ AAG AAP TGC TGT GAA GGC TCI 

rv,* rlv Met Ala Cys Phe Val Pro Gin 

TGC Z ATG GCC TGT TTC GTT CCC CAG TAG GAGGGAGCCGGTCCTTGCTGCACCTGT 

GCCGTCCCCAGAGCTACAGGCCCCATCTGGTCCTAAGTCCCTGCTGCCCTTCCCCTTCCCACACTG^CCA 
TTCTTCCTCCCATTCAGGATGCCCACGGCTGGAGCTGCCTCTCTCATCCACmCCAATAAAGAGTTCCG 

Poly A 3' 

GAATTC - 

signal 



Z =» T, C or A 
P s A or G 
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IN-FRAME UPSTREAM PROTEIN SEQUENCE— 



90 110 
70 ™ 

mt7irrRVPFNGQD pv * 
VKGQDTVKGRvr 

150 170 

130 

AGGACAAGTTTCAGTTAAAGGTCAAGATAAAGTCAAAGCGCAAGAGCCAG 



TCAAAGGTCC 



GQVSVKGQDKVK 
AlaGlnGluProValLysGlyPr 
| ELASTASE INHI3IT0R— 



Cont'd 1 



l&b of -.9 





FIGUPE 16 COKIUK^ 

210 230 
190 ^ 

m 

.CTCTCCACTMCCCTCGCTCCTGCCC^™ 



270 290 

250 



CCCTAACCG 



CTGCTTGAAAGATACTGACTGCCCAGGAATCAAGAAGTGCTGTGAAGGCTC 
oPl o. S n^C yS Leu, y s AS pTK ri .C,sP t oG ly X 1 e, yS ,y S C yS C ys G lu G ly S. 

330 

310 ^ U 
TTGCGGGATGGCCTGTTTCGTTCCCCAGTGAGAGGGAGCCGG'TCCTTGCTGCACCTGTGC 

rC ysGl y M< ! tAlaC y sPh< ! ValProClnEnd 

390 

370 JW 

* 

CGTCCCCAGACCTACACGCCCCATaGGTicTAACTCCCTGCTGCCCrrCCCCrrCCCAC 
.30 



lCTGTCCATTCTTCCTCCCA 



TT CAGGATGCC CACGGCTGG AGCTGC CT CT CTC AT CC ACT 



490 



TTCCAATAAAGAGTTCCGGAATTC 



Poly A EcoRI 
signal 
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